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Preface

This volume contains the papers presented at RECOMBCG-18: the 16th RECOMB
Comparative Genomics Satellite Workshop, held during October 9–12, 2018, in
Magog-Orford, Québec, Canada.

There were 30 submissions. Each submission was reviewed by at least 4 reviewers,
and some received up to 6 papers to review. The reviews were conducted by members
of the Program Committee (PC) as well as by additional reviewers who were sought
based on their expertise for specific papers. The PC decided to accept 18 papers. The
program also included 6 invited talks and 2 poster sessions.

We thank the members of the Program Committee as well as the additional
reviewers for their diligent work reviewing the manuscripts and conducting thorough
discussions on the manuscripts and their reviews that informed the decision process.

We also thank the members of the Steering Committee, Marlia Braga, Dannie
Durand, Jens Lagergren, Aoife McLysaght, Luay Nakhleh, and David Sankoff, for their
guidance.

Special thanks go to the members of the Local Organizing Committee at the
Université de Sherbrooke, Sarah Belhamiti, Alan Cohen, Ali Fotouhi, Jean-Michel
Garant, Pierre-Étienne Jacques, Safa Jammali, Esaie Kuitche, Manuel Lafond, Lynn
Lebrun, Jean-Pierre Perreault, Sébastien Rodrigue, Michelle Scott, Fanny Thuriot,
Yves Tremblay, Anais Vannutelli, and Shengrui Wang, the students in particular, for
all their efforts and generosity in organizing the conference.

Last but not least, we would like to thank the six keynote speakers who agreed to
speak at the conference despite their very busy schedules: Belinda Chang, Dannie
Durand, Daniel Durocher, Christian Landry, Gwenaël Piganeau, and Xavier Roucou.

The workshop would not have been possible without the generous contribution of
our sponsors, whose support is greatly appreciated:

– Faculté de médecine et des sciences de la santé - Université de Sherbrooke
– Faculté des sciences - Université de Sherbrooke
– Programme de soutien à la tenue de colloques scientifiques étudiants - Université de

Sherbrooke
– Fonds institutionnel de soutien aux activités étudiantes - Université de Sherbrooke
– Département d’informatique - Université de Sherbrooke
– Département de biochimie - Université de Sherbrooke
– Département de biologie - Université de Sherbrooke
– Calcul Québec

We used the EasyChair system for submissions, reviews, and proceedings
formatting.

August 2018 Mathieu Blanchette
Aïda Ouangraoua
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